Sequence Listing 

SEQ Id\nO:1 
LENGTH : 

TYPE:amin\o acid 
STRAND EDNE^BS : s i ng 1 e 
TOPOLOGY: 1 i\ear 
MOLECULE TYPEvpeptide 
FLAGMENT TYPE :\ n terna I fragment 
SEQUENCE DESCRlVriON:SEQ ID NO: 1 
Thr Gly Leu Arg 
I 

SEQ ID NO:2 
LENGTH : 12 
TYPE:amino acid 
STRANDEDNESS:single 
TOPOLOGY: I inear 
MOLECULE TYPE:peptide 
FLAGMENT TYPE: internal fragi 
SEQUENCE DESCRIPTION:SEQ ID 

Gly lie Thr Asn Lys Val Asn Se\ Val He Glu Lys 
1 5 \ 10 


SEQ ID N0:3 
LENGTH: 5 
TYPE:amino acid 
STRANDEDNESS:single 
TOPOLOGY: I i near 


MOLECULE TYPE : pept ide 
FLAGMENT TYPE: internal fragment 
SEQUENCE DESCR!PTION:SEQ ID N0:3: 
Thr Gly Met Arg Asn 
1 5 

SEQ ID N0:4 
Q LENGTH : 12 

TYPE: ami no acid 

STRANDEDNESS:single 
W TOPOLOGY: I i near 

09 MOLECULE TYPE:peptide 

p FLAGMENT TYPE: internal fragment 

S FEATURE : 

jf LOCATIONS 
r* NAME/KEY : Va I or Leu 

SEQUENCE DESCR I PT I ON : SEQ ID NO:5: 

Gin lie Asn Gly Lys Leu Asn Arg Xaa He Glu Lys 
I 5 10 

SEQ ID NO:5 
LENGTH: 19 
TYPE : nuc I e i c acid 
STRANDEDNESS : single 
TOPOLOGY: 1 i near 

MOLECULE TYPE:Other nucleic acid (synthetic DNA) 
SEQUENCE DESCRIPTION:SEQ ID N0:5: 
AGCA AAAGCA GGGGATAAT 19 
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SEQ ID N0:6 
LENGTH: 21 
TYPE:nucleic acid 
STRANDEDNESS:stngIe 
TOPOLOGY: 1 i near 

MOLECULE TYPE:Other nucleic acid (synthetic DNA) 
SEQUENCE DESCRIPTION:SEQ ID NO:6: 
AGTAGA AAC A AGGGTGTTTT T 21 

SEQ ID NO:7 

LENGTH: 23 

TYPE: nucleic acid 

STRANDEDNESS:single 

TOPOLOGY: I i near 

MOLECULE TYPE:Other nucleic acid (synthetic DNA) 
SEQUENCE DESCRIPTI ON :SEQ ID NO:7: 
TCTTTTCGAG TACTGTGTCA ACA 23 

SEQ ID NO: 8 

LENGTH : 23 

TYPE : nuc I e i c acid 

STRANDEDNESS:single 

TOPOLOGY: I i near 

MOLECULE TYPE:Other nucleic acid (synthetic DNA) 
SEQUENCE DESCRIPTI ON : SEQ ID N0:8: 
GCCCCACTAC A ATTGGGGA A ATG 23 

SEQ ID N0:9 
LENGTH: 24 
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TYPE : nuc I e i c ac i d 
STRANDEDNESS:single 
TOPOLOGY: 1 i near 

MOLECULE TYPE.Other nucleic acid (synthetic DNA) 
SEQUENCE DESCRIPTI ON : SEQ ID N0:9: 
TTTTAC AGA A ATTTGCT ATG GCTG 24 

SEQ ID NO: 10 

LENGTH: 24 

TYPE : nuc I e i c ac i d 

STRANDEDNESS:single 

TOPOLOGY: I i near 

MOLECULE TYPE:Other nucleic acid (synthetic DNA) 
SEQUENCE DESCRIPTION : SEQ ID NO : 1 0 : 
ACTCCCCTAT TGTGACTGGG TGTA 24 

SEQ ID NO: 1 1 

LENGTH: 22 

TYPE : nuc t e i c ac i d 

STRANDEDNESS:single 
TOPOLOGY: I i near 

MOLECULE TYPE:Other nucleic acid (synthetic DNA) 
SEQUENCE DESCR I PT I ON : SEQ ID NO : 1 1 : 
GGTTATCATC ATCAG AATG A AC 22 

SEQ ID NO: 12 

LENGTH: 24 

TYPE : nuc I e i c ac i d 

S,TRANDEDNESS:single 

12 


TOPOLOGY: 1 i near 

MOLECULE TYPE:Other nucleic acid (synthetic DNA) 
SEQUENCE DESCRIPTION :SEQ ID NO: 12: 
AGTTCACCTT GTTTGTA ATC CCGT 24 

SEQ ID NO: 13 

LENGTH: 24 

TYPE : nuc 1 e i c ac i d 

STRANDEDNESS:single 

TOPOLOGY: I i near 

MOLECULE TYPE:Other nucleic acid (synthetic DNA) 
SEQUENCE DESCRlPTION:SEQ ID NO : 1 3 : 
CC ATTTTTT A CTCTTTCCAT GCAT 24 

SEQ ID NO: 14 
LENGTH: 24 
TYPE : nuc I e i c acid 
STRANDEDNESS : single 
TOPOLOGY: I i near 

MOLECULE TYPE:Other nucleic acid (synthetic DNA) 
SEQUENCE DESCR I PT I ON : SEQ ID NO : 1 4 : 
ATCTACTCAA CTGTCGCCAG TTCA 24 

SEQ ID NO: 15 
LENGTH: 23 
TYPE:nucleic acid 
STRANDEDNESS : s i ng I e 
TOPOLOGY: I i near 

MOLECULE TYPE:Other nucleic acid (synthetic DNA) 
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SEQUENCE DESCRIPT!ON:SEQ ID 
TTGTGTCGAC CTTCTCTGTG GAA 


NO: 15: 
23 


m 

fn 


SEQ ID NO: 16 
LENGTH: 20 
TYPE:nucleicacid 
STRANDEDNESS:s ingle 
TOPOLOGY: I i near 

MOLECULE TYPE:Other nucleic acid (synthetic DNA) 
SEQUENCE DESCR I PT I ON : SEQ ID NO : 16: 
TCTAGCATTG CCGGATGGCT 20 


SEQ ID NO : 17 

LENGTH: 23 

TYPE : nuc 1 e i c acid 

STRANDEDNESS:single 

TOPOLOGY: I i near 

MOLECULE TYPE:Other nucleic acid (synthetic DNA) 
SEQUENCE DESCRIPTION :SEQ ID NO : 17: 
ATTATCCGGT TGCCAAAGG A TCG 23 

SEQ ID NO: 18 
LENGTH: 23 
TYPE:nucleic acid 
STRANDEDNESS:single 
TOPOLOGY: I i near 

MOLECULE TYPE:Other nucleic acid (synthetic DNA) 
SEQUENCE DESCR I PT I ON : SEQ ID N0:18: 
G'AG AGCACTG GTAATCTGTT GCA 23 


HA- 


SEQ ID NO: 19 
LENGTH: 23 
TYPE:nucleic acid 
STRANDEDNESS:sing!e 
TOPOLOGY: I i near 

MOLECULE TYPE:Other nucleic acid (synthetic DNA) 
SEQUENCE DESCRIPTION :SEQ ID NO : 1 9 : 
CCATCAAATG CCTTTTG ACT GGA 23 

SEQ ID NO:20 
■> •» 

LENGTH: 23 
TYPE:nucIeic acid 
STRANDEDNESS:single 
TOPOLOGY: I i near 

MOLECULE TYPE:Other nucleic acid (synthetic DNA) 
SEQUENCE DESCRIPTION :-S EQ ID N0:20: ' 
ACTAGA AGCT C AGCATTGT A TGT 23 

SEQ ID NO : 2 1 

LENGTH : 24 

TYPE :nucleicacid 

STRANDEDNESS:single 

TOPOLOGY: I i near 

MOLECULE TYPE:Other nucleic acid (synthetic DNA) 
SEQUENCE DESCR I PT I ON : SEQ ID NO : 2 1 : 
CATGCATTC A TCATCACATT TGTG 24 

SEQ ID NO: 22 


15 


LENGTH: 23 
TYPE:nucleic acid 
STRANDEDNESS:single 
TOPOLOGY: I i near 

MOLECULE TYPE:Other nucleic acid (synthetic DNA) 
SEQUENCE DESCRIPTION :SEQ ID N0;22: 
CATACTTGGG ATAATCATAC GTC 23 

tO SEQ ID NO: 23 

C LENGTH: 23 

in TYPE: nucleic acid 

"il "» * 

STRANDEDNESS:sing!e 
1^ TOPOLOGY: I inear 

J2 MOLECULE TYPE:0ther\ucleic acid (synthetic DNA) 

§=& SEQUENCE DESCRIPTION : SEQ ID NO:23: 

p GCCATTTATG CTACAGTAGC AGG 23 

SEQ ID NO : 2 4 
LENGTH: 24 
TYPE:nucleic acid 
STRANDEDNESS:single 
TOPOLOGY : I inear 

MOLECULE TYPE:Other nucleic acid (synthetic DNA) 
SEQUENCE DESCRIPTION:SEQ ID NO : 2 4 : 
GATCAGATTG AAGTG ACTA A TGCT 24 

SEQ ID NO:25 

LENGTH: 24 

TYPE : nucl e i c ac i d 
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STRANDEDNESS : single 
TOPOLOGY: 1 i near 

MOLECULE TYPE:"Other nucleic acid (synthetic DNA) 
SEQUENCE DESCR I PT I ON : SEQ ID N0:25: 
GAATGCATCA CTCCAAATGG AAGC 24 

SEQ ID NO:26 

LENGTH: 23 

T Y P E : n u c I e i c a c i d 

STRANDEDNESSrsingle 

TOPOLOGY: linear 
•» » 

MOLECULE TYPE:Other nucleic acid (synthetic DNA) 
SEQUENCE DESCRIPTION:SEQ ID NO:26: 
AGGTCCTCAA TTCTCCCTTC TAC 23 

SEQ ID NO:27 
LENGTH : 1754 
TYPE :nucleicacid 
STRANDEDNESS: double 
TOPOLOGY: I i near 

MOLECULE TYPE : cDNA to genomic RNA 
ORIGINAL SOURCE: 

ORCANISM: A/Sui ta/1/89 
SEQUENCE DESCRIPTION:SEQ ID NO:27: 

GGATAATAAA TACAACCAAA ATGA AAGCAA AACTACTAGT CCTGTT ATGT GCATTT ACAG 
CT AC AGATGC AG ACACA ATA TGTATAGGCT ACCATGCGAA CAACTCAACC. GACACTGTTG 
ACACAGTACT TGAGAAGAAC GTG ACAGTGA CAC ACTCTGT CAACCTACTT GAGGACAGTC 
ACAACGGAAA ACTATGTCGA CTAAA AGGAA TAGCCCCACT AC AATTGGGT AATTGCAGC A 
TTGCCGG ATG GATCTTAGGA AACCCAG A AT GCGAATCACT GTTTTCTA AG GAATCATGGT 


^7 



CCTACATTGC 

AGAAACACCA 

AACTCCGAGA 

ATGGA ACATG 

TTACCCAGGG 

TATTTCGCCG 

360 


ACTATG AGGA 

ACTGAGGGAG- 

CAATTGAGTT 

CAGTATCATC 

ATTCGAGAGA 

TTCGAA ATAT 

420 


TCCCCAAAG A 

AAGCTCATGG 

CCCAACCACA 

CCGTAACCAA 

AGGAGT AACG 

GCATCATGCT 

480 


CCCAT A ATGG 

GAAAAGCAGT 

TTTTACAG AA 

ATTTGCTATG 

GCTG ACGGGG 

A AG A ATGGCT 

540 


TGTACCCAA A 

TCTGAGCAAG 

TCCTATGTGA 

ACAACAAAGA 

GAAAGAAGTC 

CTTGTACTAT 

600 


GGGGTGTTC A 

TCACCCGTCT 

AACAT AGGGG 

ACCAAAGGGC 

CATCTATCAT 

AC AGAA A ATG 

660 


CTTATGTCTC 

TGT AGTGTCT 

TCACATT ATA 

GCAGG AGATT 

CACCCCAGAA 

AT AGC A A AA A 

720 

iL_! 

GACCCA AAGT 

AAG AGGTCAA 

GAAGG AAG AA 

TTA ACTACTA 

CTGGACTCTG 

CTGG A ACCCG 

780 

3 

GGGACACAAT 

A AT ATTTGAG 

GCA AATGGAA 

ATCTAATAGC 

GCCATGGT AT 

GCTTTCGCAC 

840 


TG AGTAGAGG 

CTTTGGGTCA 

GGA ATCATCA 

CCTCAAACGC 

ATCA ATGG AT 

GAATGTGACG 

9 00 


CG A AGTGTCA 

AACACCCCAG 

GGAGCTATA^ ACAGTAGTCT TCCTTTCCAG A ATGT ACACC 

960 

3 

CAGTCACAAT 

AGG AG AGTGT 

CCAAAGT ATG 

TCAGG ACT AC 

A AAATTAAGG 

ATGGTT ACAG 

1020 

S3 

sJl! 

GACT AAGGA A 

CATCCCATCC 

ATTCAATCCA 

GAGGTTTGTT 

TGGAGCCATT 

GCCGGTTTCA 

1080 


TTGA AGGGGG 

GTGGACTGGA 

ATG ATAGATG 

GATGGTATGG 

TTATC ATCAT 

CAGAATGAAC 

1 L 40 


A AGG ATCTGG 

CTATGCTGCG 

GATCA AA A AA 

GCACACAAAA 

TGCCATTA AC 

GGAATTACAA 

1200 

Mb 

ACA AGGTGA A 

TTCTGTAATC 

GAG AAAATGA 

ACACTCAATT 

CACAGCTGTG 

GGCAAAGAAT 

1 260 


TCAACA AATT 

AGAAAGAAGG 

ATGGA ATACT 

TAAATAAAAA 

AGTTG ATG AT 

GGATTTCTGG 

1 O Li\J 


AC ATTTGGAC' 

ATATA ATGCA 

GAATTGTTGG 

TTCT ACTGGA 

A A ATG A AAGG 

ACTTTGG ATT 

I OOU 


TTCATG ACTC 

AAATGTG AAG 

A ATCTGT ATG 

AG A AAGT AAA 

AAGCCAATTA 

AAGA AT AATG 

14 4 0 


fTAAATAAAT 

AUliA 1 ALOCjCj 

TGTTTTG A AT 

TCTACCACA A 

GTGTAACA AT 

G A ATGC ATGG 

1500 


A A AGTGTGA A 

AAATGGA ACT 

TATG ACT ATC 

C A A AATATTC 

CGAGG AATCA 

A AGTT A A AC A 

1560 


GGGA AAAAAT 

TG ATGGAGTG 

AAATTGG AAT 

CAATGGGAGT 

CTATCAGATT 

CTGGCGATCT 

1620 


ACTC AACTGT 

CGCCAGTTCA 

CTGGTGCTTT 

TGGTCTCCCT 

GGGGGC AATC 

AGCTTCTGG A 

1680 


TGTGTTCTA A 

TGGGTCTTTG 

C AGTGT AG AA 

TATGCATCTG 

AG ACCAGA AT 

TTCAGA AATA 

1740 


TA AG AA AAA A 

CACC 
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SEQ ID NO:28 
LENGTH: 1728 
T'YPE : nuc I e i c acid 


is 


0* 

03 


60 


STRANDEDNESS : doub I e 
TOPOLOGY: I i near 

MOLECULE TYPE :'cDNA to genomic RNA 
ORIGINAL SOURCE : 

ORGANISM: A/Izumi/5/65 
SEQUENCE DESCRIPTION:SEQ ID NO: 28 : 

ATAG ACAACC A A A AGCATAA CAATGGCCAT CATCTATCTC ATACTCCTGT TCACAGCAGT 
_ GAGGGGGGAC CAGATATGCA TTGGATACCA TGCCA ATAAT TCCACACAAA AGGTCGACAC 120 

J3 AATTCTAGAG CGG AATGTCA CTGTG ACTCA TGCCA AGG AC ATCCTTG AG A AG ACCCACAA ISO 

jl CGGA A AGCT A TGC AAACTA A ACGGAATCCC TCCACTTGAA CTAGGGG ACT GTAGCATTCC 240 

5 CGGATGGCTC CTTGGAA ATC CAGAATGTGA^ TAGGCTTCTA AGGGTGCC AG AATGGTCCTA 300 

TATA ATGGAG AAAGAAAACC CG AG AT ACAG TTTATGTTAC CCAGGCA ACT TCAATGACT A 360 
TGAAGAATTG AAACATCTCC TCAGC AGCGT A AAACATTTC GAGAAAGTAA AG ATTCTGCC 420 
CA AAG AT AG A TGGACAC AGC ATACAACAAC TGG AGGTTCA AAGGCCTGCG CAGTGTCAGG 480 
TA AACCATC A TTCTTCAGGA ACATGGTCTG GCTGACAAAG AAAGGACCAA ATT ATCCGGT 540 
TGCC AAAGG A TCGTAC A ACA ATACGAGCGG AGAGCAAATG CTAATA ATTT GGGG AGTGC A 600 
CCATCCTAAT GATGAGGCAC AACAA AGAGC ATTGTACCAG GAAGTGGGAA CCTATGTTTC 660 
CGCA AGCACA TCA ACATTGA ACAAA AGGTC A ATCCCTG A A ATAGCAGCAA GGCCTAAACT 720 
GAATGGACTA GG A AGTAG A A TGG AATTCTC TTGGACCCTC TTGG ATGTGT GGG ACACCAT 780 
AAATTTTGAG AGCACTGGTA ATCTAGTTGC ACCAGAGTAT GGATTC AAAA TATCG A AAAG 840 
AGGTAGTTCA GGG ATCATG A AGACAGAAGG A ACACTTGGG A ACTGTGAGA CCAAATGCC A 900 
AACTCCTTTG GGAGCAATAA ATACAACACT ACCTTTTCAC A ATGTCCACC CACTGACAAT 960 
AGGTGAATGC CCCAAAT ATG TAA AATCGGA G A A ATTGGTC TTAGCA ACAG GACTAAGGAA 
TGTTCCCCAG ATTGAATCAA G AGG ATTGTT TGGGGCAATA GCTGGCTTTA TAGAAGGAGG 
ATGGCAAGGA ATGGTTG ATG GTTGGTATGG ATACCATCAC AGCA ATGACC AGGGATCAGG 
GT ATGCAGC A GACAAAGAAT CCACTCA AAA GGCATTTG AT GGAATC ACCA ACAAGGTAA A 
TTCTCTGATT. GAAAAGATGA ACACCCAATT TCAAGCTGTT GGGAAAGAAT TCAATA ATTT 1260 
AGAGAAAAGA CTGGAGA ACT TGA ACAAAAA GATGGAAGAC CGGTTTCTAC ATGTGTGGAC 1320 
A'TACAATGCT GAGCTTCTAG TTCTG ATGGA A AATG AGAGG ACACTTGACT TCCATGATTC 1380 


1020 
1080 
1 140 
1200 
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TAATGTCAAG AACCTGTATG ATAAAGTCAG AATGCAGCTG AGAG ACAACG TCAAAGAACT 1440 

AGGAAATGG A TGTTTTGA AT TTTATCACAA ATGTG ACG AT GAATGCATGA ATAGT.GTGAA 1500 

AAACGGGACG TATGATTATC CCAAGTATGA AGAAGAATCT A AACTA AATA GAAATGAAAT 1560 

CAAAGGGGTA AAATTGAGC A GCATGGGGGT TTACCAAATT CTTGCCATTT ATGCTACAGT 1620 

TGCAGGTTCT CTGTCACTGG CAATCATGAT GGCTGGGATC TCTTTCTGGA TGTGCTCCAA 1680 

CGGGTCTCTG CAGTGCAGAA TCTGCATATG ATTGTAATTT ATTTTATA ' 1728 


SEQ ID NO : 29 
LENGTH: 442 
TYPE:nucleic acid 
STRANDEDNESS: double 
TOPOLOGY: 1 i near 

MOLECULE TYPE : cDN A to genomic RNA 
ORIGINAL SOURCE: 

ORGAN ISM: A/PR/ 8/34 
SEQUENCE DESCRIPTION: SEQ ID N0:29: 

CCTTTCC AG A AT ATACACCC AGTCACA ATA GGAG AGTGCC CAAA AT ACGT CAGG AGTGCC 60 
AAATTG AGG A TGGTT ACAGG ACTAAGGAAC ATCCCGTCCA TTCA AT CCAG AGGTCTATTT 120 
GGAGCCATTG CCGGTTTTAT TGA AGGGGGA TGGACTGGAA TGATAG ATGG ATGGTATGGT 180 
TATCATCATC AG AATGAACA CGGATCAGGC TATGCAGCGG ATCAAA AAAG CACAC AAAAT 240 
GCCATTAACG GGATTACAAA CAAGGTG AAC TCTGTTATCG AG AAAATGAA CACTCAATTC 300 
ACAGCTGTGG GTAAAGAATT CAACAAATTA GAAAAAAGGA TGGAAAATTT AAAT AAAAAA 360 
GTTGATGATG'GATTTCTGGA CATTTGG ACA TATAATGCAG A ATTGTTAGT TCTACTGGAA 420 
AATG AAAGG A CTCTGGATTT CC 442 


SEQ ID NO:30 
LENGTH: 424 
TYPE:nucleic acid 
STRANDEDNESS: double 


£0 


Ell 


■mi 


TOPOLOGY: 1 i near 

MOLECULE TYPE : cDNA to genomic RNA 
ORIGINAL SOURCE: 

ORGANISM: A/ Bangkok/ 10/83 
SEQUENCE DESCRIPTION :SEQ ID N0:30: 

CCTTTCCAGA ATGTACACCC AGTCACAATA GGAGAGTGCC CAAAGTACGT CAGG AGTACA 60 
AA ATTAAGG A TGGTT ACAGG ACTAAGGAAC ATCCCATCCA TTCA ATCC AG AGGTTTGTTT 120 
GG AGCCATTG CCGGTTTCAT TGA AGGGGGA TGGACTGG AA TCATAGATGC ATGGT ATCGT 180 
TATCATCATC. AGAATGAACA AGG ATCTGGC TATGCTGCGG ATCAAAAAAG CACACAAAAT 240 
GCCATTAACG GG ATT ACAAA CAAGGTG AAC TCTGT AATCG AGAAAATGAA CACTCA ATTC 300 
ACAGCTGTGG GTAAAGA ATT CAACAAATTA, GAAAAAAGGA TGGA AAACTT AA ATAAAAAA 360 
GTTGATGATG GATTTCTGGA CATTTGG ACA TATAATGCAG A ATTGTTGGT TCTACTGGA A 420 
AATG 424 

SEQ ID NO: 31 

LENGTH: 424 

TYPE : nuc 1 e i c ac i d 

STRANDEDNESS:double 

TOPOLOGY: 1 i near 

MOLECULE TYPE : cDNA to genomic RNA 
ORIGINAL SOURCE: 

ORGANISM: A/ Yamagat a/ 120/8 6 
SEQUENCE DESCRlPTION:SEQ ID NO: 3 1 : 

CCTTTCCAGA ATGTACACCC AGTCACAATA GGAGAGTGCC CAAAGTATGT CAGGAGTACA 60 

A AATT AAGGA TGGTT AC AGG ACTAAGGAAC ATCCCATCCA TTCA ATCC AG AGGTTTGTTT 120 

GG AGCCATTG CCGGTTTCAT TCAAGGGGGG TGGACTGGAA TGATAG ATGG ATGGT ATGGT 180 

TATCATCATC AGAATGAACA AGGATCTGGC TATGCTGCGG ATCAAAAAAG CACACAAAAT 240 

GCCATTAACG GG ATTAC AA A CAAGGTG A AT TCTCTAATCG AGAAAATGAA CACTCA ATTC 300 

ACAGCTGTGG GCAAAGAATT CAACAAATTA GAAAGAAGCA TGGAAA ACTT AAATAAAAAA 360 


SI 


GTTGATGATG GATTTCTGGA CATTTGG ACA TATAATGCAG AATTGTTGGT CCTACTGGAA 
AATG 

SEQ ID NO : 32 
LENGTH: 429 
TYPE : nuc 1 e i c ac i d 
STRANDEDNESS: double 
TOPOLOGY: 1 i near 

MOLECULE TYPE : cDNA to genomic RNA 

ORIGINAL SOURCE : 

ORGANISM: A/Osaka/9 30/88 
-•» * 

SEQUENCE DESCRIPTION :SEQ ID NO:32: 

CCTTTCCAG A ATGTACACCC AGTCACA ATA GGAGAGTGCC CAAAGT ATGT CAGGAGTACA 

AA ATTAAGG A TGGTTAC AGG ACTAAGGAAC ATCCCATCCA TTCAATCCAG AGGTTTGTTT 

GGAGCCATTG CCGGTTTCAT AGAAGGCGGG TGGACTGG AA TGATAGATGG ATGGTATGGT 

TATCATCATC AGAATG A ACA AGG ATCTGGC TATGCTGCGG ATCAAA AA AG CACACAAAAT 

GCCATTAACG GAATTAC AAA CAAGGTG AAT TCTGT AATCG AGAAAATG AA CACTCAATTC 

ACAGCTGTGG GCAAAGA ATT CAACAA ATTA GAAAGAAGGA TGGAAA ACTT AA ATAA AAA A 

GTTGATGATG GATTTCTGGA CATTTGG ACA TATAATGCAG AATTGTTGGT TCTACTGGAA 
AATGAAAGG 

SEQ ID N0:33 
LENGTH : 400 
TYPE : nuc I e i c acid 
STRANDEDNESS :double 
TOPOLOGY: I i near 

MOLECULE TYPE'cDNA to genomic RNA 
ORIGINAL SOURCE: 
' ORGANISM: A/0kuda/57 
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SEQUENCE DESCR I PT I ON : SEQ ID NO : 33 : 


GCAATA AAT A 

CAACATTACC 

TTTTCACA AT 

GTCCACCCAC 

TGACAATAGG 

TGAGTGCCCC 

60 

AAAT ATGTAA 

AATCGGAGAA 

u 1 1 uu 1 L 1 1 A 

GCAACAGGAC 

TAAGGA ATGT 

TCCCCAGATT 

120 

GAATCAAGAG 

GATTGTTTGG 

GGCAATAGCT 

GGTTTTATAG 

A AGG AGGATG 

GCAAGGAATG 

180 

GTTG ACGGTT 

GGTATGGATA 

CCATCACAGC 

AATGACCAGG 

GATCAGGGTA 

TGCAGCAGAC 

240 

AA AG AATCC A 

CTCAAAAGGC 

ATTTGATGGA 

ATCACCA ACA 

AGGTAA ATTC 

TGTG ATTGAA 

300 

A AGATAA AC A 

CCCAATTTGA 

AGCTGTTGGG 

A AAGA ATTCG 

GTAACTTAGA 

GAAAAGACTG 

360 

GAGA ACTTG A 

ACAAAAAGAT 

GGA AG ACGGG 

TTTCTAGATG 



•400 

SEQ ID NO : 34 






LENGTH: 409 






TYPE : nuc 1 e i c acid 






STRANDEDNESS: double 






TOPOLOGY: 1 i near 






MOLECULE TYPE : cDNA to 

genomic RNA 




ORIGINAL SOURCE: 






ORGANISM: 

A/Adach i / 2 / 5 7 





SEQUENCE DESCRIPTION:! 

SEQ I D NO: 34 : 




CGCCTTGGAG 

CAATAAATAC 

AACATTGCCT 

TTTCACAATG 

TCCACCCACT 

G AC A AT AGGT 

60 

GAGTGCCCC A 

A ATATGT AA A 

ATCGG AG AAG 

TTGGTCTTAG 

CAACAGGACT 

AAGGA ATGTT 

120 

CCCCAG ATTG 

A ATCA AG AGG 

ATTGTTTGGG 

GCAATAGCTG 

GTTTTAT AG A 

AGG AGG ATGG 

180 

CAAGGA ATGG 

TTGATGGTTG 

GTATGG ATAC 

C ATCACAGC A 

ATGA CCAGGG 

ATCAGGGTAT 

240 

GCAGCAGACA 

A AGAATCCAC 

TCAAA AGGCA 

TTTGATGG AA 

TCACCA AC AA 

GGTAAATTCT 

300 

CTG'ATTCAAA 

AGATGAACAC 

CCAATTTGAA 

GCTGTTGGGA 

A AGA ATTCGG 

TAACTTAGAG 

360 

AGAAGACTGG 

AG AACTTGA A 

CAAAA AG ATG 

GAAG ACGGGT 

TTCTAG ATG 
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SEQ 10 NO:35 

LENGTH: 4 10 

TYPE : nuc 1 g i c ac i d 


§3 


STRANDEDNESS:double 
TOPOLOGY : linear 

MOLECULE TYPE:cDNA to genomic-RNA 
ORIGINAL SOURCE: 

ORGANISM: A/Kumamoto/1/65 
SEQUENCE DESCR I PT I ON : SEQ ID N 0 : 3 6 : 

CTCCTTTGGA GCAATAAATA CAACATTACC TTTTCACAAT GTCCACCCAC TGACAATAGG 60 
TGAATGCCCC AAATATGTAA AATCGG AGAA ACTGGTCTTA GCAACAGG AC TAAGGA ATGT 120 
TCCCCAGATT GAATCAAGAG GATTGTTTCG GGCAATAGCT GGCTTTGTAG AAGGAGGATG 180 
GCAAGGAATG ATTGATGGTT GGTATGGATA CCATCACAGC AATGATCAGG GATCAGGGTT 240 
TGCAGCAGAC AAAGAATCCA CTCAAAAGGC ATTTGATGGA ATCACCA ACA AGGTAA ATTC 300 
TGTG ATTGA A A AGATGAACA CCC AATTTGA AGCTGTTGGG A AAGA ATTCA ATAATTTAGA 360 
G A A A AG ACTG GAGAACTTGA ACAAAAGGAT GGA AG ACGGG TTTCTAG ATG 4 10 

SEQ ID N0:36 
LENGTH : 394 
TYPE : nuc I e i c ac i d 
STRANDEDNESS: double 
TOPOLOGY: 1 i near 

MOLECULE TYPE : cDNA to genomic RNA 
ORIGINAL SOURCE: 

ORGANlSM:A/Kaizuka/2/65 
SEQUENCE DESCR I PT I ON : SEQ ID NO:36: 

AATACAACAC TACCTTTTCA CAATGTCC AC CCACTGACAA TACGTGAATG CCCCAAATAT 60 

GTAA AATCGG AG AAATTGGT CTTAGCAACA GGACTAAGGA ATGTTCCCCA GATTGAATCA 120 

AGAGGATTGT TTGGGGC AAT AGCTGGCTTT ATAGAAGGAG GATGGCAAGG AATGGTTGAT 180 

GGTTGGT ATG GATACCATCA CAGCA ATG AC C AGGG ATCAG GGTATGCAGC AG ACAAAGAA 240 

TCCACTCAA A AGGCATTTG A TGG AATCACC AACAAGGTAA ATTCTGTG AT TG A A A AG ATG 300 

AACACCCAAT TTGAAGCTGT TGGGAAAGAA TTCAATAATT TAGAGAAA AG ACTGCAGAAC 360 


34 


TTGA AC AAAA AG ATGG A AG A CGGGTTTCTA GATG 


394 


SEQ ID N0:37 * 
LENGTH: 329 
TYPE : nuc I e i c acid 
STRANDEDNESS: double 
TOPOLOGY: I i near 

MOLECULE TYPE : cDN A to genomic RNA 
ORIGINAL SOURCE: 

ORGANISM: A2/A i ch i /2/68 
SEQUENCE DESCRIPTION : SEQ ID NO:37: 

ATGACAAGCC CTTTCAAAAC GTA AACAAGA TCACATATGG AGCATGCCCC AAGT ATGTT A 60 
AGCA AAACAC CCTGA AGTTG CCA ACAGGGA TGCGG AATGT ACCAGAG A AA CAAACTAGAG 120 
GCCT ATTCGG CGCAATAGC A GGTTTC AT AG AAA ATGGTTG CGAGCGAATG ATAG ACGGTT 180 
GGTACGGTTT CAGGC ATCA A A ATTCTG AGG GCACAGGACA AGCAGCAG AT CTTAAAAGCA 2-10 
CTCA AGCAGC CATCG ACCA A ATCAATGGGA AATTG AACAG GGTAATCG AG AAGACGA ACG 300 
AGAAATTCCA TCAAATCGA A AAGGAATTC ,'(20 

SEQ ID N0:38 
LENGTH: 334 
TYPE : nuc 1 e i c ac i d 
STRANDEDNESS: double 
TOPOLOGY : 1 i near 

MOLECULE TYPE:cDHA to genomic RNA 
ORIGINAL SOURCE: 

ORGANISM: A/ Fukuoka/C29/85 
SEQUENCE DESCRIPTION : SEQ ID N0:38: 

ATGACAAACC CTTTCAAA AT GTAAACAAGA TCACATATGG GGCATGTCCC AGGTATGTT A 60 
A'GCA AAACAC TCTGA AATTG GCA AC AGGGA TGCGG AATGT ACCAGAGAAA CAAACTAGAG 120 


CCATATTCGG CGCAATAGCA GGTTTCATAG AAAATGGTTG GGAGGGAATG GT AG ACGGTT 
GGTACGGTTT CAGGCATCA A AATTCTG AGG GCACAGGACA AGCAGCAGAT CTTAAAAGCA 
CTCAAGCAGC AATCG ACCA A ATC AACGGGA AACTGAATAG GTTAATCGAG AAGACG AACG 
AGAAATTCCA TCAAATCGAA AAGGAATTCT CAGA 

SEQ ID NO : 39 ' 

LENGTH : 329 

TYPE:nucleicacid 

STRANDEDNESS:double 

TOPOLOGY: I i near 

MOLECULE TYPE : cDNA to genomic RNA 
ORIGINAL SOURCE: 

ORGANISM : A/S ichuan/2/87 
SEQUENCE DESCRIPTION :SEQ ID N0:39: 

ATGACA AACC CTTTCAA AAT GTAAACAAGA TCACATATGG GGCATGTCCC AG AT ATGTT A 
AGCAAA ACAC TCTGA A ATTG GCA AC AGGGA TGCGG AATGT ACCAGAG AAA CAAACTAGAG 
CCATATTCGG CGCAATAGCA GGTTTCATAG AAAATGGTTG GGAGGGAATG GT AG ACGGCT 
GGTACGGTTT CAGGCATCA A AATTCTG AGG GCACAGGACA AGCAGCAGAT CTTAAAAGCA 
CTCAAGCAGC AATCGACCA A ATC AACGGGA AACTGAATAG GTTAATCGAG AAGACG AACG 
AGAAATTCCA TCAAACCGAA AAGGAATTC 

SEQ ID NO:40 

LENGTH: 334 

TYPE : nuc 1 e i c acid 

STRANDEDNESS:double 
TOPOLOGY:"! i near 

MOLECULE TYPE:cDNA to genomic RNA 
ORIGINAL SOURCE: 
• ORGANISM: A/Ibaraki/1/90 
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SEQUENCE DESCRIPT10N:SEQ ID N0:40: 

ATGACAAACC CTTTCAAAAT ATAAACAGGA TCACATATGG GGCATGTCCC AGAT ATGTTA 60 

AGCAAAACAC TCTCA AATTG GCAACAGGGA TGCGGAATGT ACCAGAGAAA CAAACTAGAG 120 

GC AT ATTCGG CGCAATCGCA GGTTTCATAG AAA ATGGTTG GGAGGGAATG GTAG ACGGTT 180 

GGTACGGTTT CAGGC ATCA A AATTCTG AGG GCACAGGACA AGCAGCAGAT CTTA AAAGCA 240 

CTCAAGCAGC AATCGACCAA ATCAACGGGA AACTGAATAG GTTA ATCG AG AAGACGAACG 300 
AGAAATTCCA TCAAATCCAA AAGGA ATTCT CAGA 


SEQ ID NO:42 
LENGTH : 30 
TYPE:nucleic acid 
STRANDEDNESS : s i ng I e 
TOPOLOGY: I i near 


334 


SEQ ID NO : 4 1 
LENGTH: 329 
TYPE:nucIeicacid 
STRANDEDNESS: double 
TOPOLOGY: I i near 

MOLECULE TYPE : cDNA to genomic RNA 
ORIGINAL SOURCE: 

ORGANISM: A/Sui ta/ 1/90 
SEQUENCE DESCR I PT I ON : SEQ ID NO : 4 1 : 

ATGACAAACC CTTTCAAAAT GTAAACAGGA TCACATATGG GGCATGTCCC AGATATCTTA 60 
AGCAAAACAC TCTGA AATTG GCAACAGGGA TGCGGAATGT ACCAGAAAAA CAAACT AGGG 120 
GCATATTCGG CGCAATCGCA GGTTTCATAG AAA ATGGTTG GGAGGGAATG GTAG ACGGTT 180 
GGTACGGTTT CAGGCATCAA AACTCTGAGG GCACAGGACA AGCAGCAGAT CTTA AAAGCA 240 
CTCAAGCAGC AATCGACCAA ATCAACGGGA AACTGAATAG GTTA ATCG AG AAGACGAACG 300 
AGAAATTCCA TCAAACCGAA AAGGA ATTC 


329 
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MOLECULE TYPE:Other nucleic acid (synthetic DNA) 
SEQUENCE DESCRIPTION : SEQ ID NO : 4 2 : 
GATCTAGAAG CA A'AAGCAGG GGTTATACCA 30 

SEQ ID N0:43 
LENGTH: 30 
TYPE:nucleic acid 
STRANDEDNESSrsingle 
TOPOLOGY: 1 i near 

MOLECULE TYPE:Other nucleic acid (synthetic DMA) 
SEQUENCE DESCRIPTION :SEQ ID NO:4£: 
CGGCTAGCAA AAGCAGGGGT TATACCATAG 30 

SEQ ID NO: 44 

LENGTH: 29 

TYPE : nuc I e i c acid 

STRANDEDNESS:single 

TOPOLOGY: 1 i near 

MOLECULE TYPE:Other nucleic acid (synthetic DNA) 
SEQUENCE DESCRIPTION:SEQ ID NO : 44 : 
ACAGATCTAG TAGAAAC AAG GGTGTTTTT 29 

SEQ ID NO:45 

LENGTH: 30 

TYPE: nucleic acid 

STRANDEDNESS:single 

TOPOLOGY : I i near 

MOLECULE TYPE:Other nucleic acid (synthetic DNA) 
SEQUENCE DESCRIPTION:SEQ ID NO:45: 


CGGCTAGCAG AAACAAGGGT GTTTTTAATT 30 
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SEQ ID NO : 4 6 * 
LENGTH: 1783 
TYPE: nucleic acid 
STRANDEDNESS: double 
TOPOLOGY: 1 i near 

MOLECULE TYPE : cDN A to genomic RNA 
ORIGINAL SOURCE: 

ORGAN ISM : A/Okuda/57 
SEQUENCE DESCRIPTION:SEQ ID NO : 46 : 
|j CGGCTAGCA A AAGCAGGGGT TATACCATAG A AAACCA A AA ,,0 

^ GCAAAACA ATG GCC ATC ATT TAT CTC ATT CTC CTG TTC ACA GCA GTG AGA GGC 93 

m Met Ala He lie Tyr Leu He Leu Leu Phe Thr Ala Val Arg Gly 

H " 15 -10 -5 

U GAC CAG ATA TGC ATT GCA TAC CAT GCC A AT A AT TCC ACA GAG A AG 138 

Asp Gin He Cys He Gly Tyr His Ala Asn Asn Sen Thr Glu Lys 

1 5 10 . 15 

CTC GAC ACA ATT CTA GAG CGG AAC GTC ACT GTG ACT CAT GCC A AG • 183 

Val Asp Thr He Leu Glu Arg Asn Val Thr Val Thr His Ala Lys 

20 25 30 

GAC ATC CTT GAG AAC ACC CAT AAC CCA A AG TTA TGC AAA CTA AAC 228 

Asp He Leu Glu Lys Thr His Asn Gly Lys Leu Cys Lys Leu Asn 

35 40 45 

GGA ATC CCT CCA CTT GAA CTA GGG GAC TGT AGC ATT GCC CCA TGG 273 

Gly He Pro Pro Leu Glu Leu Gly Asp Cys Ser He Ala Gly Trp 

50 55 60 

CTC CTT GGA A AT CCA AAA TGT GAT ACC CTT CTA ACT CTG CCA GAA 318 

Leu Leu Gly Asn Pro Lys Cys Asp Arg Leu Leu Ser Val Pro Glu 


S9 


65 70 

CGG TCC TAT ATA TTG GAG AAA GAA AAC CCG AGA G AC GGT 

Arg Ser Tyr lie Leu GIu Lys GIu Asn Pro Arg Asp Gly 

80 85 

TAT CCA GGC AGC TTC AAT GAT TAT GAA GAA TTG AAA CAT 

Tyr Pro Gly Ser Phe Asn Asp Tyr GIu GIu Leu Lys His 

95 100 

AGC AGC GTG AAA CAT TTC GAG AAA GTA AAG ATT CTG CCC 

Ser Ser Val Lys His Phe GIu Lys Va [ Lys lie Leu Pro 

no ll5 

AGA TGG ACA CAG CAT ACA ACA ACT GGA GGT TCA CGG CCC 

Arg Trp Thr Gin His Thr Thr Thr*Gly Gly Ser Arg Ala 

125 130 

GTG TCT GGT AAT CCA TCA TTT TTC AGG AAC ATG GTC TGG 

Val Ser Gly Asn Pro Ser Phe Phe Arg Asn Met Val Trp 

140 H5 

AAG GAA GGA TCA GAT TAT CCG GTT GCC AAA GGA TCG TAC 

Lys GIu Gly Ser Asp Tyr Pro Val Ala Lys Gly Ser Tyr 

155 160 

ACA AGC GGA GAA CAA ATG CTA ATA ATT TGG GGG GTG CAC 

Thr Ser Gly GIu Gin Met Leu He He Trp Gly Val His 


170 


175 


ATT GAT GAG ACA GAA CAA AGA ACA TTG TAC CAG AAT GTG 
He Asp GIu Thr GIu Gin Arg Thr Leu Tyr Gin Asn Val 


185 


190 


TAT GTT TCC GTA GGC ACA TCA ACA TTG AAC AAA AGG TCA 
Tyr Val Ser Val Gly Thr Ser Thr Leu Asn Lys Arg Ser 


200 


205 


GAA ATA GCA ACA AGG CCT AAA GTG AAT GGA CAA GGA GGT 


75 

TTG TGT 
Leu Cys 
90 

CTC CTC 
Leu L'eu 

1 05 
AAA GAT 
Lys Asp 

120 
TGC GCG 
Cys A I a 

135 
CTG ACA 
Leu Thr 

150 
AAC AAT 
Asn Asn 

165 
CAT CCC 
His Pro 

180 
GGA ACC 
Gly Thr 

195 
ACC CCA 
Thr Pro 

2 10 
AGA ATG 


363 


408 


453 


498 


543 


588 


633 


678 


723 


768 


QO 


Glu He Ala Thr 


GAA 
G I u 

GAG 
Glu 

TCG 
Ser 

GAG 
Glu 

ACA 
Thr 

TGC 
Cys 

CTA 
Leu 

ATA 
1 le 

TGG 
Trp 


TTC TCT 
Phe Ser 

ACT ACT 
Ser Thr 

AAA AG A 
Lys Arg 

AAC TGT 
Asn Cys 

ACA TTA 
Thr Leu 

CCC AAA 
Pro Lys 

AGG A AT 
Arg Asn 

GCT GGT 
Ala Gly 

TAT .GGA 
Tyr Gly 


TGG 
Trp 

GGT 
G 1 y 

GGT 
G I y 

GAG 
Glu 

CCT 
Pro 

TAT 
Tyr 

GTT 
Val 

TTT 
Phe 

TAC 
Tyr 


Arg Pro Lys 
215. 

ACC CTC TTG 
Thr Leu Leu 
230 

AAT CTA ATT 
Asn Leu lie 
24 5 

ACT TCA GGG 
Ser Ser Gly 
260 

ACC AAA TGC 
Thr Lys Cys 
275 

TTT CAC AAT 
Phe His Asn 
290 

CTA AAA TCG 
Val Lys Ser 
305 

CCC CAG ATT 
Pro Gin he 
320 

ATA GAA GGA 
lie Glu Gly 
335 

CAT CAC AGC 
His His Ser 
350 


Val Asn Gly Gin Gly Gly Arg Met 

220 225 
GAT ATG TGG G AC ACC ATA AAT TTT 
Asp Met Trp Asp Thr lie Asn Phe 

235 240 
CCA CCA GAG TAT GGA TTC -AAA ATA 
Ala Pro Glu Tyr Gly Phe Lys I le 

2 5 0 2 5 5 

ATC ATG AAA ACA GAA GGA ACA CTT 
lie Met Lys Thr Glu Gly Thr Leu 

265 270 
CAA ACT CCT TTG GGA GCA ATA AAT 
Gin Thr Pro Leu Gly Ala Me Asn 

280 285 
GTC CAC CCA CTG ACA ATA GGT GAG 
Val His Pro Leu Thr lie Gly Giu 

295 300 
GAG A AG TTG GTC TTA GCA ACA GGA 
Glu Lys Leu Val Leu Ala Thr Gly 

310 315 
GAA TCA AGA GGA TTG TTT GGG GCA 
Glu Ser Arg Gly Leu Phe Gly Ala 

325 330 
GGA TGG CAA GGA ATG GTT G AC GGT 
Gly Trp Gin Gly Met Val Asp Gly 

330 345 
AAT GAC CAG GGA TCA GGG TAT GCA 
Asn Asp Gin Gly Ser Gly Tyr A I a 

355 360 


813 


858 


903 


9 48 


993 


1038 


10 83 


1 128 


1173 


91 


GCA GAC AAA GAA TCC ACT CAA A AG GCA TTT GAT GGA ATC ACC AAC 1218 

Ala Asp Lys Glu Ser Thr Gin Lys Ala Phe Asp Gly lie Thr Asn 

365 370 375 

AAG GTA AAT TCT GTG ATT GAA A AG ATA AAC ACC CAA TTT GAA GCT 1263 

Lys Val Asn Ser Val He Glu Lys lie Asn Thr Gin Phe Glu Ala 

380 385 390 

GTT GGG AAA GAA TTC GGT AAC TTA GAG AAA AGA CTG GAG AAC TTG 1308 

Val Gly Lys Glu Phe Gly Asn Leu Glu Lys Arg Leu Glu Asn Leu 

395 ' 400 405 

AAC AAA AAG ATG GAA GAC GGG TTT CTA GAT GTG TGG ACA TAC AAT 1353 

Asn Lys Lys Met Glu Asp Gly Phe^Leu Asp Val Trp Thr Tyr Asn 

410 415 420 

GCT CAG CTT TTA GTT CTG ATG GAA AAT GAG AGG ACA CTT GAC TTT 1398 

Ala Glu Leu Leu Val Leu Met Glu Asn Glu Arg Thr Leu Asp Phe 

425 430 435 

CAT GAT TCT AAT GTC AAG AAT CTG TAT ACT AAA GTC AGA ATC CAG 1443 

His Asp Ser Asn Val Lys Asn Leu Tyr Ser Lys Val Arg Met Gin 

440 445. 450 

CTG AGA GAC AAC GTC AAA GAA CTA GGA AAT GGA TGT TTT GAA TTT 1488 

Leu Arg Asp Asn Val Lys Glu Leu Gly Asn Gly Cys Phe Glu Phe 

455 460 465 

TAT CAC AAA TGT GAT GAT GAA TGC ATG AAT ACT GTG AAA AAC GGG 1533 

Tyr His Lys Cys Asp Asp Glu Cys Met Asn Ser Val Lys Asn Gly 

470 475 480 

ACA TAT GAT TAT CCC AAC TAT GAA GAA GAG TCT AAA CTA AAT AGA 1578 

Thr Tyr Asp Tyr Pro Lys Tyr Glu Glu Glu Ser Lys Leu Asn Arg 

495 500 505 

AAT GAA ATC AAA GGG GTA AAA TTG AGC AGC ATC GGG GTT TAT CAA 1623 

Asn Glu lie Lys Gly Val Lys Leu Ser Ser Met Gly Val Tyr Gin 


92. 


510 515 520 

ATC CTT GCC ATT TAT GCT ACA GTA GCA GGT TCT ATG TCA CTG GCA 

He Leu Ala lie Tyr Ala Thr Val Ala Gly Ser Met Ser Leu Ala 

525 530 535 

ATC ATG ATG GCT GGG ATC TCT TTC TGG GTG TGC TCC AAC GGG TCT 

He Met Met Ala Gly He Ser Phe Trp Val Cys Ser Asn Gly Ser 

540 545 55 0 

CTG CAG TGC AGG ATC TGC ATA TGATTATA AG TCATTTTATA ATTAAAAACA 
Leu Gin Cys Arg He Cys He 

555 

CCCTTGTTTC TGCTAGCCG 


SEQ ID NO : 47 
LENGTH: 25 
TYPE:nucleicacid 
STRANDEDNESSrsingle 
TOPOLOGY: I i near 

MOLECULE TYPE:Other nucleic acid (synthetic DMA) 
SEQUENCE DESCRIPT1 ON : SEQ ID NO:47: 
TCCGTTTAGT TTGCAT A ACT TTCCG 25 

SEQ ID N0:48 

LENGTH : 26 

TYPE : nuc 1 e i c acid 

STRANDEDNESS:single 
TOPOLOGY: 1 i near 

MOLECULE TYPE:Other nucleic acid (synthetic DNA) 
SEQUENCE DESCR I PT 1 ON : SEQ ID NO : 48 : 
TCCGGGATCA TG AAA AC AGA AGGAAC 26 
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SEQ ID NO : 49 
LENGTH: 1135 
TYPE:nucleic acid 
STRANDEDNESS:double 
TOPOLOGY: I i near 

MOLECULE TYPE : cDNA to genomic RNA 
ORIGINAL SOURCE: 

ORGANISM: A/Okuda/57 
SEQUENCE DESCRIPTION :SEQ ID NO : 4 9 : 


CTAGCAAAAG 

CAGGGGTTAT 

ACCATAG AAA 

ACC AAAAGCA 

A AAC AATGGC 

CATCATTTAT 

60 

CTCATTCTCC 

TGTTCACAGC 

AGTGAGAGGG 

G ACCAGAT AT 

GCATTGGAT A 

CCATGCCAAT 

120 

AATTCC ACAG 

AG AAGGTCGA 

CACAATTCTA 

GAGCGGA ACG 

TCACTGTG AC 

TCATGCCAAG 

180 

GACATCCTTG 

AGAAGACCCA 

TAACGG A A AG 

TTATGCA A AC 

TAAACGGATC 

CGGG ATCATG 

240 

A A AACAGAAG 

GA ACACTTG A 

G AACTGTG AG 

ACCA A ATGCC 

A AACTCCTTT 

GGGAGCAATA 

300 

AATACAACAT 

TACCTTTTCA 

CAATGTCCAC 

CCACTGACAA 

TAGGTGAGTG 

CCCCAA ATAT 

360 

GTAA A ATCGG 

AG AAGTTGGT 

CTTACCAACA 

GGACTAAGGA 

ATGTTCCCCA 

GATTGA ATCA 

420 

AG AGG ATTGT 

TTGGGGCA AT 

AGCTGGTTTT 

ATAGAAGGAG 

GATGGCAAGG 

AATGGTTGAC 

480 

GGTTGGT ATG 

GATACCATCA 

CAGCA ATGAC 

CAGGGATCAG 

GGTATGCAGC 

AGACAAAGAA 

540 

TCCACTCAAA 

AG GCATTTG A 

TGGAATCACC 

A ACA AGGTAA 

ATTCTGTGAT 

TGAAAAGATA 

600 

AACACCCAAT 

TTGAAGCTGT 

TGGGAA AGAA 

TTCGGTAACT 

TAGAG A AA AG 

ACTGGAGAAC 

660 

TTGA ACAAA A 

AG ATGGA AG A 

CGGGTTTCTA 

G ATGTGTGG A 

CATACA ATGC 

TG AGCTTTT A 

720 

GTTCTGATGG 

AAAATGAGAG 

G AC ACTTGAC 

TTTCATG ATT 

CTAATGTCA A 

GA ATCTGTAT 

780 

ACTA A AGTCA 

GA ATGCAGCT 

GAGAGACAAC 

GTCAA AG A AC 

T AGG A AATGG 

ATGTTTTGA A 

840 

TTTT ATCACA 

AATGTGATG A 

TGAATGCATG 

A ATAGTGTG A 

AAAACGGGAC 

ATATGATTAT 

900 

CCCA AGTATG 

AAGAAGAGTC 

TAAACTA AAT 

AGAAATGAAA 

TCAA AGGGGT 

AAAATTGAGC 

960 

AGCATGGGGG 

TTTATCA AAT 

CCTTGCC ATT 

TATGCTACAG 

TAGCAGGTTC 

TATGTCACTG 

1020 

GCAATCATGA 

TGGCTGGGAT 

CTCTTTCTGG 

GTGTGCTCCA 

ACGGGTCTCT 

GCAGTGCAGG 

1.080 

ATCTGC ATAT 

GATTATA ACT 

CATTTTATAA 

TTA AAAACAC 

CCTTGTTTCT 

GCTAG 

1 135 
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SEQ ID N0:50 

LENGTH: 348 

TYPEramino acid 

STRANDEDNESS:single 

TOPOLOGY: I i near 

MOLECULE TYPE:peptide 

SEQUENCE DESCR I PT 1 OM : SEQ ID NO:50: 


Met 

Ala 

I le 

I le 

Tyr 

Leu 

I le 

Leu 

Leu 

Phe 

Thr 

A 1 a 

Val 

Arg 

Gly 

-15 





-10 





-5 





Asp 

Gin 

I le 

Cys 

I le 

Giy 

Tyr 

His 

Ala 

Asn 

Asn 

Ser 

Thr 

Glu 

Lys 

1 




5 





10 





15 

Val 

Asp 

Thr 

I le 

Leu 

Glu 

Arg 

Asn 

Val 

Thr 

Val 

Thr 

His 

A 1 a 

Lys 





20 





25 





30 

Asp 

I le 

Leu* 

G 1 u 

Lys 

Thr 

His 

Asn 

Gly 

Lys 

Leu 

Cys 

Lys 

Leu 

Asn 





35 





40 





45 

Gly 

Se r 

Gly 

I le 

Met 

Lys 

Thr 

Glu 

Gly 

Thr 

Leu 

G 1 u 

Asn 

Cys 

Glu 





50 





55 





GO 

Thr 

Lys 

Cys 

Gin 

Thr 

Pro 

Leu 

Gly 

Ala 

I le 

Asn 

Thr 

Thr 

Leu 

Pro 





65 





70 





75 

Phe 

His 

Asn 

Val 

His 

Pro 

Leu 

Thr 

I le 

Gly 

Glu 

Cys 

Pro 

Lys 

Tyr 





80 





85 





90 

Va 1 

Lys 

Ser 

G 1 u 

Lys 

Leu 

Val 

Leu 

Ala 

Thr 

G 1 y 

Leu 

Arg 

Asn 

Va 1 





95 





100 





105 

Pro 

G 1 n 

I 1 e 

G 1 u 

Ser 

Arg 

Gly 

Leu 

Phe 

G I y 

A I a 

I 1 e 

A 1 a 

Gly 

Phe 





110 





I 15 





120 

I le 

Glu 

Gly 

G 1 y 

Trp 

Gin 

Gly 

Met 

Val 

Asp 

G ly 

Trp 

Tyr 

G 1 y 

Tyr 





125 





130 





135 

His 

His 

Ser 

Asn 

Asp 

G 1 n 

G I y 

Ser 

G 1 y 

Tyr 

Ala 

Ala 

Asp 

Lys 

G 1 u 


140 145 150 

Ser Thr Gin Lys Ala Phe Asp Gly He Thr Asn Lys Val Asn Ser 

155 160 165 

Val lie Glu Lys lie Asn Thr Gin Phe Glu Ala Val Gly Lys GIu 

170 175 180 

Phe Gly Asn Leu Glu Lys Arg Leu Glu Asn Leu Asn Lys Lys Met 

185 190 195 

Glu Asp Gly Phe Leu Asp Val Trp Thr Tyr Asn Ala Glu Leu Leu 

200 205 210 

Val Leu Met Glu Asn Glu Arg Thr Leu Asp Phe His Asp Ser Asn 

215 220 225 

■> * 

Val Lys Asn Leu Tyr Ser Lys Val Arg Met Gin Leu Arg Asp Asn 

230 235 240 

Val Lys Glu Leu Gly Asn Gly Cys Phe Glu Phe Tyr His Lys Cys 

245 250 255 

Asp Asp Glu Cys Met Asn Ser Val Lys Asn Gly Thr Tyr Asp Tyr 

260 265 270 

Pro Lys Tyr Glu Glu Glu Ser Lys Leu Asn Arg Asn Glu lie Lys 

275 280 285 

Gly Val Lys Leu Ser Ser Met Gly Val Tyr Gin lie Leu Ala lie 

290 295 300 

Tyr Ala Thr Val Ala Gly Ser Met Ser Leu Ala lie Met Met Ala 

305 310 315 

Gly lie Ser Phe Trp Val Cys Ser Asn Gly Ser Leu Gin Cys Arg 

320 325 330 

I le Cys I le 

SEQ ID NO : 5 i 
'LENGTH : 30 . 
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TYPE : nucl e i c ac i d 
STRANDEDNESS single 
TOPOLOGY: I i near 

MOLECULE TYPE:Other nucleic acid (synthetic DNA) 
SEQUENCE DESCR I PT I ON : SEQ ID NO : 5 1 : 
CATCTAGAAG CA AAGCAGGG GATAATTCTA 30 

SEQ ID NO: 52 

LENGTH: 29. 

TYPE: nucleic acid 

STRANDEDNESS:single 

TOPOLOGY: I inear 

MOLECULE TYPE:Other nucleic acid (synthetic DNA) 
SEQUENCE DESCR I PT I ON : SEQ ID N0:52: 
ACAGATCTAG TAGAAACAAG GGTGTTTTT 29 

SEQ ID N0:53 
LENGTH: 30 
TYPE : nuc 1 e i c acid 
ST RANDEDNESS:s ingle 
TOPOLOGY: I i near 

MOLECULE TYPE:Other nucleic acid (synthetic DNA) 
SEQUENCE DESCRIPTION:SEQ ID NO:53: 
CGGCTAGCAG A A ACA AGGGT GTTTTTAATT 30 

SEQ ID NO : 5 4 
LENGTH: 1778 
TYPE : nuc I e i c acid 
STRANDEDNESS -double 
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TOPOLOGY : I i near 

MOLECULE TYPE : cDNA to genomic RNA 
ORIGINAL SOURCE: 

ORGANISM: A 2 / A i c h i / 2 / 6 8 
SEQUENCE DESCR I PT I ON : SEQ ID NO:54: 

GATCTAGAAG CAAAGCAGGG GATAATTCTA ' 30 

TTAATC ATG A AG ACC ATC ATT GCT TTG AGC TAC ATT TTC TGT CTG GCT CTC 81 
Q Met Lys Thr lie Me Ala Leu Ser Tyr lie Phe Cys Leu Ala Leu 

I? -15 -10 -5 

fjj GGC CAA G AC CTT CCA GGA A AT G AC AAC AGC ACA GCA ACG CTG TGC 127 

2~ Gly Gin Asp Leu Pro Gly Asn Asp Asn Ser Thr Ala Thr Leu Cys 

ff% . 

I 5 10 

£ 

O CTG GGA CAT CAT GCG GTG CCA AAC GGA ACA CTA GTG AAA ACA ATC 172 

p . Leu Gly His His Ala Val Pro Asn Gly Thr Leu Val Lys Thr Me 

» 1 5 20 25 

H= ACA GAT GAT CAC ATT G A A GTG ACT AAT GCT ACT GAG CTA GTT CAG 217 

Thr Asp Asp Gin lie Glu Val Thr Asn Ala Thr Glu Leu Val Gin 

30 35 40 

ACC TCC TCA ACG GGG AAA ATA TGC AAC AAT CCT CAT CGA ATC CTT 262 
Ser Ser Ser Thr Gly Lys He Cys Asn Asn Pro His Arg lie Leu 

45 50 55 

GAT GGA ATA GAC TGC ACA CTG ATA GAT GCT CTA TTG GGG G AC CCT 307 
Asp Gly lie Asp Cys Thr Leu lie Asp Ala Leu Leu Gly Asp Pro 

60 65 70 

CAT TGT GAT GTT TTT CAA AAT GAG ACA TGG GAC CTT TTC GTT G A A 352 
His Cys Asp Val Phe Gin Asn Glu Thr Trp Asp Leu Phe Val Glu 

75 80 85 

CGC AGC AAA GCT TTC AGC AAC TGT TAC CCT TAT GAT CTG CCA GAT 397 
Arg Ser Lys. Ala Phe Ser Asn Cys Tyr Pro Tyr Asp Val Pro Asp 


48 


01 


90 95 100 

TAT GCC TCC CTT AGG TCA CTA GTT GCC TCG TCA GGC ACT CTG GAG 
Tyr Ala Ser Leu Arg Ser Leu Val Ala Ser Ser Gly Thr Leu Glu 
105 110 115 

TTT ATC ACT GAG GGT TTC ACT TGG ACT GGG GTC ACT CAG AAT GGG 
Phe He Thr Glu Gly Phe Thr Trp Thr Gly Val Thr Gin Asn Gly 
120 125 130 

GGA AGC AAT GCT TGC AAA AGG GGA CCT GGT AGC GGT TTT TTC ACT 
Gly Ser Asn Ala Cys Lys Arg Gly Pro Gly Ser Gly Phe Phe Ser 
1 35 1 40 H5 

AGA CTG AAC TGG TTG ACC AAA TCA, GGA AGC ACA TAT CCA GTG CTG 
Arg Leu Asn Trp Leu Thr Lys Ser Gly Ser Thr Tyr Pro Val Leu 
150 155 160 

AAC GTC ACT ATC CCA AAC AAT G AC AAT TTT G AC AAA CTA TAC ATT 
Asn Val Thr Met Pro Asn Asn Asp Asn Phe Asp Lys Leu Tyr Me 
165 170 175 

TGG GGG ATT CAC CAC CCG AGC ACG AAC CAA GAA CAA ACC AGC CTG 
Trp Gly He His His Pro Ser Thr Asn Gin Glu Gin Thr Ser Leu 
180 185 190 

TAT GTT CAA GCA TCA GGG AGA GTC ACA GTC TCT ACC AGG AGA AGC 
Tyr Val Gin Ala Ser Gly Arg Val Thr Val Ser Thr Arg Arg Ser 
195 200 205 

CAG CAA ACT ATA ATC CCG AAT ATC GGG TCC AGA CCC TGG GTA AGG 
Gin Gin Thr lie lie Pro Asn lie Gly Ser Arg Pro Trp Val Arg 
210 215 220 

GGT CTG TCT ACT AGA ATA AGC ATC TAT TGG ACA ATA GTT. A AG CCG 
Gly Leu Ser Ser Arg lie Ser lie Tyr Trp Thr lie Val Lys Pro 
225 230 235 

GGA GAC GTA CTG GTA ATT AAT AGT AAT GGG AAC CTA ATC GCT CCT 


442 


487 


532 


577 


622 


667 


7 12 


757 


802 


847 


99 


Gly Asp Val 
240 

CCG GGT TAT 
Arg Gly Tyr 
255 

TCA GAT GCA 
Ser Asp Ala 
270 

AAT GGA AGC 

Asn Gly Ser 

285 
■> 

ATC AC A TAT 
lie Thr Tyr 
300 

A AG TTG GCA 
Lys Leu Ala 
315 

GGC CTA TTC 
Gly Leu Phe 
330 

GGA ATG ATA 
Gly Met Me 
345 

GGC ACA GGA 
Gly Thr Gly 
360 

GAC CAA ATC 
Asp Gin lie 
375 


Leu Val lie Asn Ser Asn Gly Asn Leu lie Ala Pro 

245 250 
TTC AAA ATG CGC ACT GGG AAA AGC TCA ATA ATG AGG 
Phe Lys Met Arg Thr Gly Lys Ser Ser lie Met Arg 

260 265 
CCT ATT GAT ACC TGT ATT TCT GAA TGC ATC ACT CCA 
Pro He Asp Thr Cys He Ser Glu Cys lie Thr Pro, 

275 280 
ATT CCC AAT GAC A AG CCC TTT CAA AAC GTA AAC A AG 
Me Pro Asn Asp Lys Pro Phe Gin Asn Val Asn Lys 

290 m 295 

GGA GCA TGC CCC AAG TAT GTT A AG CAA AAC ACC CTG 
Gly Ala Cys Pro Lys Tyr Val Lys Gin Asn Thr Leu 

305 310 
ACA GGG ATG CGG AAT GTA CCA GAG AAA CAA ACT AGA 
Thr Gly Met Arg Asn Val Pro Glu Lys Gin Thr Arg 

320 325 . 

GGC GCA ATA GCA GGT TTC ATA GAA AAT GGT TGG GAG 
Gly Ala He Ala Gly Phe Me Glu Asn Gly Trp Glu 

335 340 
GAC GGT TGG TAC GGT TTC AGG CAT CAA AAT TCT GAG 
Asp Gly Trp Tyr Gly Phe Arg His Gin Asn Ser Glu 

350 355 
CAA GCA GCA GAT CTT AAA AGC ACT CAA GCA GCC ATC 
Gin Ala Ala Asp Leu Lys Ser Thr Gin Ala Ala Me 

365 37 0 

AAT GGG AAA TTG AAC AGG GTA ATC GAG AAG ACG AAC 
Asn Gly Lys Leu Asn Arg Val Me Glu Lys Thr Asn 

380 385 


loo 


GAG AAA 

G 1 u Ly s 
390 

AGA ATT 
Arg I 1 e 
405 

CTC TGG 

Leu Trp 
420 

CAT ACA 

His Thr 
435 

AAA ACA 

Lys Thr 
450 

GGT TGC 

Gly Cys 
465 

.TCA ATC 

Ser Me 
480 

GCA TTA 

A.I a Leu 
495 

GGA TAC 

Gly Tyr 
510 

TTT TTG 

Phe Leu 


TTC CAT CAA 
Phe His Gin 

CAG GAC CTC 
Gin Asp Leu 

TCT TAC AAT 
Ser Tyr Asn 

ATT GAC CTG 
lie Asp Leu 

AGG AGG CAA 
Arg Arg Gin 

TTC AAA ATA 
Phe Lys I I e 

AGA AAT GGT 
Arg Asn Gly 

AAC AAC CGG 
Asn Asn Arg 

AAA GAC TGG 
Lys Asp Trp 

CTT TGT GTT 
Leu Cys Va 1 


ATC G A A 
lie G 1 u 
395 

GAG AAA 
G I u Lys 
410 

GCG GAG 
Ala Glu 
425 

ACT GAC 
Thr Asp 
440 

CTG AGG 
Leu Arg 
455 

TAC CAC 
Tyr His 
470 

ACT TAT 
Thr Tyr 
485 

TTT CAG 
Phe Gin 
500 

ATC CTG 
lie Leu 
515 

GTT TTG. 
Val Leu 


A AG GAA 
Lys G 1 u 

TAC GTT 
Tyr Val 

CTT CTT 
Leu Leu 

TCG GAA 
Ser ^Glu 

GAA AAT 
Glu Asn 

AAA TGT 
Lys Cys 

GAC CAT 
Asp His 

ATC AAA 
Me Lys 

TGG ATT 
Trp Me 

CTG GGG 
Leu Gly 


TTC TCA 
Phe Ser 

400 
GAA GAC 
Glu Asp 

415 
GTC GCT 
Val Ala 

430 
ATG AAC 
Met Asn 

445 
GCT GAA 
Ala Glu 

460 
GAC AAC 
Asp Asn 

475 
GAT GTA 
Asp Val 

4 90 
GGT GTT 
Gly Val 

505 
TCC TTT 
Ser Phe 

520 
TTC ATC 
Phe Me 


GAA GTA 
Glu Val 

ACT AAA 
Thr Lys 

CTG GAG 
Leu G I u 

AAG CTG 
Lys Leu 

GAG ATG 
Glu Met 

GCT TGC 
A I a Cys 

TAC AGA 
Tyr Arg 

GAA CTG 
Glu Leu 

GCC ATA 
Ala Me 

ATG TGG 
Met Trp 


GAA GGG 

Glu Gly 

ATA GAT 

Me Asp 

AAT CAA 

Asn Gin 

TTT GAA 

Phe Glu 

GGC AAT 

Gly Asn 

ATA GAG 

I I e . G I u 

GAC GAA 

Asp Glu 

AAG TCT 

Lys Ser 

TCA TGC 

Ser Cys 

GCC TGC 

A 1 a Cys 


10 1 


525 530 535 

CAG AGA GGC AAC ATT AGG TGC A AC ATT TGC ATT TGAGTGTATT AGTAATTAAA 

Gin Arg Gly Asn He Arg Cys Asn He Cys He 
40 545 550 
AACACCCTTG TTTCTGCTAC CCG 

SEQ ID NO:55 

LENGTH: 20 

TYPE:n»cleicaci(i 

STRANDEDNESSrsingle 

TOPOLOGY: I i near 
•» * 

MOLECULE TYPE:Other nucleic acid (synthetic DNA) 
SEQUENCE DESCRIPTION:SEQ ID NO:55: 
ATTGTTGCAT ATTTTCCCCG 20 

SEQ ID N0:56 
LENGTH: 20 
TYPE:nucleic acid 
STRANDEDNESS:single 
TOPOLOGY : I inear 

MOLECULE TYPE:0t„er nuc.eic acid (synthetic DNA) 
SEQUENCE DESCRIPTION:SEQ ID N0:56: 
ATTGAT ACCT GTATTTCTGA 20 


SEQ ID N0:57 
LENGTH: 1110 

TYPE:STRANDEDNESS:double 
TOPOLOGY: I inear 

MOLECULE TYPE : cDNA to genomic RNA 


102 


01 


m 


ORIGINAL SOURCE : 

jr 

ORGANISH:A2/Aichi/2/68 
SEQUENCE DESCRIPTION:SEQ ID NO : 57 : 

CTAGAAGCA A AGCAGGGGAT AATTCTATTA ATCATGAAGA CCATCATTGC TTTGAGCTAC 
ATTTTCTGTC TGGCTCTCGG CCAAGACCTT CCAGGAAATG ACAACAGCAC AGCAACGCTG 
TGCCTGGGAC ATCATGCGGT GCCAA ACGGA ACACTAGTGA AAACAATCAC AG ATGATCAG 
ATTGAAGTGA CTAATGCTAC TGAGCTAGTT CAGAGCTCCT . CAACGGGGAA AATATGCAAC 
AATATTG AT A CCTGTATTTC TGAATGCATC ACTCC AAATG G AAGCATTCC CAATGACAAG 
J CCCTTTCAA A ACGTAAACAA GATCACATAT GGAGC ATGCC CCAAGTATGT TAAGCA AAAC 

ACCCTGAAGT TGGCA AC AGG GATGCGG AAT GTACCAGAGA AACAAACTAG AGGCCTATTC 
GGCGCAATAG CAGGTTTCAT AGAAAATGGT TGGGAGGGAA TCATAGACGG TTGGTA CGGT 
TTCAGGCATC A A AATTCTG A GGGCACAGGA CAAGCAGCAG ATCTTAA A AG CACTCA AGCA 
GCCATCGACC AAATCAATGG GAAATTGAAC AGGGTAATCG AGAAGACGA A CGAGAAATTC 
CATC A A ATCG AAAAGGAATT CTCAGAAGTA GAAGGGAGAA TTCAGGACCT CGAGAAATAC 
GTTG AAGACA CTAAAATAGA TCTCTGGTCT. TACAATGCGG AGCTTCTTGT CGCTCTGGAG 
A ATC A ACATA CAATTGACCT GACTGACTCG GAAATGAACA AGCTGTTTGA AAAAACAAGG 
AGGCAACTGA GGGAA AATGC TGAAGAC ATG GGCA ATGGTT GCTTCAAA AT ATACCACAAA 
TGTG ACAACG CTTGCAT AG A GTCAATC AGA A ATGGTACTT ATGACCATGA TGTATACAG A 
GACCAAGCAT TAAACAACCG GTTTCAG ATC A AAGGTGTTG A ACTGAAGTC TGGATACAA A 
GACTGGATCC TGTGG ATTTC CTTTGCCATA TCATGCTTTT TGCTTTGTGT TGTTTTGCTG 
GGGTTCATCA TGTGGGCCTG CCAGAGAGGC A ACATTAGGT GCAACATTTG CATTTGAGTG 
TATTAGTAAT TA AAA ACACC CTTGTTTCTG 

SEQ ID NO:58 
LENGTH : 346 
TYPE : am i no ac i d 
STRANDEDNESS:single 
TOPOLOGY: I i near 
MOLECULE TYPE.peptide 


60 
120 
180 
240 
300 
360 
.4 20 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1 1 10 
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SEQUENCE DESCRIPTION :SEQ ID NO:58: 

Met Lys Thr lie lie Ala Leu Ser Tyr Me Phe Cys Leu Ala Leu 

-15 -10 -5 

Gly Gin Asp Leu Pro Gly Asn Asp Asn Ser Thr Ala Thr Leu Cys 

1 5 io 

Leu Gly His His Ala Val Pro Asn Gly Thr Leu Val Lys Thr Tie 

15 20 25 

Thr Asp Asp Gin lie Glu Val Thr Asn Ala Thr Glu Leu Val Gin 

30 35 40 

Ser Ser Ser Thr Gly Lys lie Cys Asn Asn He Asp Thr Cys lie 

45 50 55 

■> « 

Ser Glu Cys lie Thr Pro Asn Gly Ser lie Pro Asn Asp Lys Pro 

60 65 70 

Phe Gin Asn Val Asn Lys lie Thr Tyr Gly Ala Cys Pro Lys Tyr 

75 80 85 

Val Lys Gin Asn Thr Leu Lys Leu Ala Thr Gly Met Arg Asn Val 

90 95 100 

Pro Glu Lys Gin Thr Arg Gly Leu Phe Gly. Ala lie Ala Gly Phe 

105 HO 115 

lie Glu Asn Gly Trp Giu Gly Met lie Asp Gly Trp Tyr Gly Phe 

1 20 1 25 130 

Arg His Gin Asn Ser Glu Gly Thr Gly Gin Ala Ala Asp Leu Lys 

135 ho 145 

Ser Thr Gin Ala Ala lie Asp Gin lie Asn Gly Lys Leu Asn Arg 

150 155 i 6 o 

Val Me Glu Lys Thr Asn Glu Lys Phe His Gin lie Glu Lys Glu 

165 170 175 

Phe Ser Glu Val Glu Gly Arg He Gin Asp Leu Glu Lys Tyr Val 

180 185 190 
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Clu Asp Thr Lys lie Asp Leu Trp Ser Tyr Asn Ala Glu Leu Leu 

195 200 205 

Val Ala Leu Glu Asn Gin His Thr He Asp Leu Thr Asp Ser Glu 

210 215 220 

Met Asn Lys Leu Phe Glu Lys Thr Arg Arg Gin Leu Arg Glu Asn 

225 230 235 

Ala Glu Glu Met Gly Asn Gly Cys Phe Lys lie Tyr His Lys Cys 

240 245 250 

Asp Asn Ala Cys Me Glu Ser lie Arg Asn Gly Thr Tyr Asp His 

255 260 265 

Asp Val Tyr Arg Asp Glu Ala Leu Asn Asn Arg Phe Gin lie Lys 

270 275 280 

Gly Val Glu Leu Lys Ser Gly Tyr Lys Asp Trp lie Leu Trp lie 

285 290 295 

Ser Phe Ala lie Ser Cys Phe Leu Leu Cys Val Val Leu Leu Gly 

300 305 310 

Phe Me Met Trp Ala Cys Gin Arg Gly Asn lie Arg Cys Asn lie 

315 320 . 325 
Cys lie 
330 


I OS" 


